sectioned at cervical and lumbar levels at 12 m thickness. Histogene staining was used to visualize MNs, which were collected by laser capture microscopy (LCM) using a Leica
2 LMD7000 system. (e) Bioanalyzer profiles of cDNA libraries generated from 120, 50, 30, 10, 5, 2, and 1 cells using direct lysis were of comparable quality, as was the profile of cells subjected to RNA extraction prior to library construction. (f) The cDNA yield of 120 cells (adjusted P=0.0081 , ANOVA Dunnett's multiple testing correction) subjected to direct lysis was significantly higher than that of the RNA extraction group, whereas 50, 30 and 10 cells resulted in a comparable cDNA yield (adjusted P=0.1611, P=0.9997 and P=0.9708, respectively; ANOVA, Dunnett's multiple testing correction with 'RNA extract' as the control group). Log 10 -transformed data are shown as boxplot including individual values and with whiskers representing minimum and maximum. FU, fluorescent units; bp, basepairs.
cDNA yield was measured in the range of 100 -9,000 bp; scale bars: 200 m in a, 100 m in b and 50 m in c (applicable to c and d). 
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Supplementary Tables
Supplementary Table 1 SNc, Substantia nigra compacta; Values are mean ± SEM
